De novo sequencing of putative mesocarp lipase. De novo sequencing was carried out essentially as described in Dhouib et al (30). Screening GenBank non redundant protein database restricted to monocots with FASTS [version 34.26 January 12, 2007] yielded two proteins. One is an enolase and the other an uncharacterized protein with 55% similarity to Castor bean acid lipase. (B) Sequence alignment of EgLIP1 with castor bean acid lipase (gb AAV66577) using ALIGNX. Conserved residues (34.6%) are in yellow and similar residues (17.2%) in green. Putative residues of the catalytic triad are indicated by a star. Consensus lipase motif (prosite PS00120) is in rose. Peptides identified by MS/MS analysis of tryptic peptides are underlined (22% coverage).
. Oligonucleotides used to amplify EgLIP1 transcript were as in Material and Methods section while oligonucleotides EgEF1S2 (GGTGTGAAGCAGATGATTTGC) and EgEF1AS2 (CCTGGATCATGTCAAGAGCC) were used to amplify EgEF1.
